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Dmitri Zaykin joined the Biostatistics Branch at NIEHS in October 2004. His previous positions in
statistical and population genetics were at the Institute of Marine Biology (Vladivostok, Russia),
North Carolina State University (Statistical Genetics and Biomathematics, Statistics Department -
where he received his PhD), and at GlaxoSmithKline Inc. His scientific interests are in the areas of
statistical, population genetics and genetic epidemiology with applications to genetics of human
diseases and pharmacogenetics. His research focus is on:

Approaches for simultaneous association analysis of multiple polymorphisms with human
traits such as disease predisposition and adverse reactions to drugs
Multilocus association methods when the haplotype phase is unobserved
Statistical methods for estimation of genetic susceptibility
Population-genetic aspects of effective population size
Studies of genetic associations in the presence of population heterogeneity
Characterizing disequilibria within and between multiple genetic loci with applications to
studies of population structure and forensics
Properties and estimation of two-locus disequilibria
Haplotype and linkage disequilibrium based marker selection methods for large-scale
association studies and other issues of selecting polymorphisms that tag common haplotypic
variation in human populations
Meta-analysis methods in the presence of effect size heterogeneity, "file drawer effects" and



other sources of publication bias
Multiple-testing problems in genome scans
Relative distributions of true and false discoveries and false discovery rates
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